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AMLNDMLNTS TO Till-: SP1 C 1 1 K A HON : 

On page 1. lines 10-13. please replace the paragraph beginning "|t|wo copies of 
the sequence listing...." with the following paragraph. 

Two copies of the sequence listing (Copy 1 and Cop\ 2) and a computer readable 
form (CRL) of the sequence listing all on CD-ROMs, each containing the file named 
pa_00349.txt pa 003 W.rpt which is 20,112,035 1^.^28.021 bytes (measured in MS- 
DOS) and was created on December 31, 2001 Mav 0 I . 2001 are herein incorporated by 
reference. 

On page 5. lines 18-24 through page 6. lines 1-2. please replace the paragraph 
beginning "[ similarity analysis includes database...." with the following paragraph. 

Similarity analysis includes database search and alignment. I:\amples of public 
databases include the DNA Database of Japan (DDBJ) hvww-ddbj. nig.ac.jp/) 
( www . ddbj . n i g . ac . j p/ ) : Genebank (www-ncbi.nlm.nih.gov/wcb/Genbank/Indcx.html) 

(\vvv\v.ncbi.nlm.nih.gov/weh/(}enbank/lnd e x.htlm) : and the I European Molecular Biology 
Laboratory Nucleic Acid Sequence Database (LMBL) (www-cbi.ac.uk/cbi docs/emhl 
(lb, html) ( www . e bi.ac.uk e bi docs e mbl db.html ). A number of different search 
algorithms have been developed, one example of* which are the suite of programs referred 
to as BLAST programs. There are five implementations of BLAST, three designed for 
nucleotide sequences queries (BLASTN. BLASTX. and TBLASTX) and two designed 
for protein sequence queries (BLAS IT and TBLASTN) (Coulson. Trends in 
liiotcchnohxy. 12. -70-80 ( 1 W4): Birren. a at.. ( icnomc Analysis. / 543-55^ ( 1W)). 

On page 7. lines 7-2/L please replace the paragraph beginning "| h |omologues in 
other organisms...." with the following paragraph. 

Homologies in other organisms are available that can be used for comparative 

sequence analxsis. Multiple alignments arc performed to nUk1\ similarities and 
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based on the method of Feng and Doolittle. ./. Moi Evoi 25:35 1-360 (1987). the entirety 
of w hich is herein incorporated by reference. Hach pair of sequences is aligned and the 
distance between each pair is calculated; from this distance matrix, a guide tree is 
calculated, and all of the sequences are progressively aligned based on this tree. A 
feature of the program is its sensitivity to the effect of gaps on the alignment; gap 
penalties are varied to encourage the insertion of gaps in probable loop regions instead of 
in the middle of structured regions. Users can specify gap penalties, choose between a 
number of scoring matrices, or supply their ow n scoring matrix for both the pairw ise 
alignments and the multiple alignments. CH ; STAL W for I NIX and VMS systems is 
available at: ftp-cbi.ac.uk ( ftp.ebi.ac.uk ). Another program is MACAW (Schuler et ai. 
Proteins, Struct. Eunc. Genet, 9:180-190 ( 1991 ). the entirety of w hich is herein 
incorporated by reference, for which both Macintosh and Microsoft Windows versions 
are available. MACAW uses a graphical interface, provides a choice of several 
alignment algorithms, and is available by anonymous ftp at: ncbi- 
nlm.nih.gov(directoiT/pub/maca ^ 



